ABSTRACT Brucella suis is a Gram-negative, facultative intracellular pathogen that has pigs as its preferred host, but it can also infect humans. Here, we report the draft genome sequences of two B. suis strains that were isolated from the same patient, 8 years apart.
B
rucellosis is the most common zoonosis worldwide caused by bacteria of the Brucella genus, transmitted by direct or indirect contact with infected animals or their products. Its chronic infection causes infertility and abortion in animals, which is not only a burden for the animals but also has an economic impact. In humans, infection with Brucella causes an acute or subacute febrile illness, along with varied and nonspecific clinical manifestations that include fever, sweats, fatigue, malaise, anorexia, weight loss, headache, arthralgia, and back pain (1) . Brucella is part of the family Brucellaceae, order Rhizobiales, and class Alphaproteobacteria (2) . All members of this genus are Gram-negative, facultative intracellular pathogens, and 10 species have been described that are differentiated by the mammalian host that they prefer to infect, as well as a set of antigenic and metabolic phenotypes (3). Brucella spp. cause long-term chronic infections as intracellular pathogens, and they are noted as having reduced genomes, a type IV secretion system, a perosamine-based O antigen, and reduced virulence (4) .
Brucella suis generally is found to infect pigs, but it can also infect other animals, including humans. Although B. melitensis is the most common species causing human disease, B. suis also commonly affects them and is the most common Brucella sp. to infect people in Argentina (5, 6) . 
